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hypothetical protein: RV2437−0.15

rine sulfhydrase) (Beta−thionase) (Hemoprotein H−450): RV1077−1.17

hypothetical protein: RV1431−1.92

PROBABLE DEHYDROGENASE: RV1432−1.92

hypothetical protein: RV2414C−4.44

NE−ASSOCIATED PHOSPHOLIPASE C 1 PLCA (MTP40 ANTIGEN): RV2351C−5.38

NG TRANSCRIPTIONAL REGULATOR VIRS (ARAC/XYLS FAMILY): RV3082C−7.94

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1675C−17.14

hypothetical protein: RV1676−17.14

PROBABLE CONSERVED LIPOPROTEIN DSBF: RV1677−17.14
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